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Figure 1. 

Typical electropherograms for the AGC 1 locus; all 
samples are from within West Virginia. 
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Figure 3- 

Neighbor-joining tree constructed with the genotypic profiles of 295 Cannabis sativa 
samples. The distance matrix used to construct this tree was calculated as a comparison 
of the proportion'of shared alleles, , 
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Fixation Indices 

FST: 0.10058 

FSC: 0.07994 

FCT: 0.02243 



Figure 5* 

Analysis of Molecular Variance (AMOVA) demonstrates that the greatest proportion (~ 
90%) of genetic variation in this system lies within countries and states, at the individual 
sample level. * Statistically significant values (P < 0.00001) 



